
Cholinergic neurons
Thymocytes
Bergmann glia
Leydig cells
B cells naive
B cells memory
Astrocytes
Plasma cells
Adipocytes
Hepatocytes
Luminal epithelial cells
Cholangiocytes
Clara cells
Airway goblet cells
Goblet cells
Ductal cells
Epsilon cells
Keratinocytes
Chondrocytes
Urothelial cells
Gamma delta T cells
Müller cells
Cardiomyocytes
Epithelial cells
Olfactory epithelial cells
Acinar cells
Adipocyte progenitor cells
Adrenergic neurons
Epiblast cells
Pluripotent stem cells
Embryonic stem cells
Platelets
Germ cells
Neurons
Enterocytes
Airway epithelial cells
Airway smooth muscle cells
Basophils
Mast cells
Erythroid−like and erythroid precursor cells
Cajal−Retzius cells
Granulosa cells
Alveolar macrophages
Luteal cells
Neutrophils
Sertoli cells
NK cells
Enteric neurons
Podocytes
Pulmonary alveolar type I cells
Macrophages
Pericytes
Enterochromaffin cells
Red pulp macrophages
Endothelial cells (blood brain barrier)
Peri−islet Schwann cells
Sebocytes
Tanycytes
Melanocytes
Trigeminal neurons
Oligodendrocytes
Osteoclasts
T helper cells
Osteoblasts
Microglia
T cells
Endothelial cells
Alpha cells
Intercalated cells
Satellite cells
Plasmacytoid dendritic cells
Interneurons
Delta cells
Chromaffin cells
Proximal tubule cells
Hepatic stellate cells
Fibroblasts
Nuocytes
Meningeal cells
Satellite glial cells
Glomus cells
Tuft cells
Ependymal cells
Neural stem/precursor cells
B cells
Myoepithelial cells
Microfold cells
Dendritic cells
Kupffer cells
Erythroblasts
Smooth muscle cells
Endothelial cells (aorta)
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HALLMARK_TGF_BETA_SIGNALING

HALLMARK_IL6_JAK_STAT3_SIGNALING

HALLMARK_PI3K_AKT_MTOR_SIGNALING

HALLMARK_ADIPOGENESIS

HALLMARK_ALLOGRAFT_REJECTION

HALLMARK_MTORC1_SIGNALING

HALLMARK_INTERFERON_ALPHA_RESPONSE

HALLMARK_PEROXISOME

HALLMARK_UNFOLDED_PROTEIN_RESPONSE

HALLMARK_FATTY_ACID_METABOLISM

HALLMARK_KRAS_SIGNALING_UP

HALLMARK_COAGULATION

HALLMARK_COMPLEMENT

HALLMARK_ESTROGEN_RESPONSE_LATE

HALLMARK_HEME_METABOLISM

HALLMARK_INTERFERON_GAMMA_RESPONSE

HALLMARK_ANDROGEN_RESPONSE

HALLMARK_G2M_CHECKPOINT

HALLMARK_PROTEIN_SECRETION

HALLMARK_MITOTIC_SPINDLE

HALLMARK_WNT_BETA_CATENIN_SIGNALING

HALLMARK_UV_RESPONSE_DN

HALLMARK_APICAL_JUNCTION

HALLMARK_E2F_TARGETS

HALLMARK_GLYCOLYSIS

HALLMARK_ANGIOGENESIS

HALLMARK_APICAL_SURFACE

HALLMARK_APOPTOSIS

HALLMARK_BILE_ACID_METABOLISM

HALLMARK_CHOLESTEROL_HOMEOSTASIS

HALLMARK_UV_RESPONSE_UP

HALLMARK_ESTROGEN_RESPONSE_EARLY

HALLMARK_P53_PATHWAY

HALLMARK_DNA_REPAIR

HALLMARK_HYPOXIA

HALLMARK_HEDGEHOG_SIGNALING

HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION

HALLMARK_MYC_TARGETS_V1

HALLMARK_XENOBIOTIC_METABOLISM

HALLMARK_IL2_STAT5_SIGNALING

HALLMARK_INFLAMMATORY_RESPONSE

HALLMARK_KRAS_SIGNALING_DN

HALLMARK_TNFA_SIGNALING_VIA_NFKB

HALLMARK_PANCREAS_BETA_CELLS

HALLMARK_SPERMATOGENESIS

HALLMARK_REACTIVE_OXYGEN_SPECIES_PATHWAY

HALLMARK_MYC_TARGETS_V2

HALLMARK_MYOGENESIS
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GO_FATTY_ACYL_COA_BIOSYNTHETIC_PROCESSGO_THIOESTER_METABOLIC_PROCESSGO_CORTICAL_ACTIN_CYTOSKELETON_ORGANIZATIONGO_INTESTINAL_ABSORPTIONGO_FATTY_ACYL_COA_METABOLIC_PROCESSGO_NUCLEOSIDE_BISPHOSPHATE_METABOLIC_PROCESSGO_NEGATIVE_REGULATION_OF_STRESS_ACTIVATED_PROTEIN_KINASE_SIGNALING_CASCADEGO_THIOESTER_BIOSYNTHETIC_PROCESSGO_MULTICELLULAR_ORGANISM_GROWTHGO_REGULATION_OF_RNA_SPLICINGGO_ACUTE_INFLAMMATORY_RESPONSEGO_DEFENSE_RESPONSEGO_ACUTE_PHASE_RESPONSEGO_MYELOID_LEUKOCYTE_ACTIVATIONGO_CELL_ACTIVATION_INVOLVED_IN_IMMUNE_RESPONSEGO_LEUKOCYTE_MEDIATED_IMMUNITYGO_CELL_ACTIVATIONGO_INNATE_IMMUNE_RESPONSEGO_SECRETIONGO_MYELOID_LEUKOCYTE_MEDIATED_IMMUNITYGO_MITOTIC_SISTER_CHROMATID_SEGREGATIONGO_PROTEIN_POLYUBIQUITINATIONGO_EXCRETIONGO_MITOTIC_SPINDLE_ASSEMBLYGO_MONOSACCHARIDE_CATABOLIC_PROCESSGO_CELLULAR_RESPONSE_TO_TEMPERATURE_STIMULUSGO_METHYLGLYOXAL_METABOLIC_PROCESSGO_NEGATIVE_REGULATION_OF_URINE_VOLUMEGO_THERMOCEPTIONGO_UBIQUITIN_INDEPENDENT_PROTEIN_CATABOLIC_PROCESS_VIA_THE_MULTIVESICULAR_BODY_SORTING_PATHWAYGO_PROTEIN_LOCALIZATION_TO_MICROTUBULE_ORGANIZING_CENTERGO_PROTEIN_LOCALIZATION_TO_CYTOSKELETONGO_MINUS_END_DIRECTED_ORGANELLE_TRANSPORT_ALONG_MICROTUBULEGO_REGULATION_OF_ASYMMETRIC_CELL_DIVISIONGO_REGULATION_OF_ENDOSOME_SIZEGO_REGULATION_OF_PHOSPHOLIPASE_C_ACTIVATING_G_PROTEIN_COUPLED_RECEPTOR_SIGNALING_PATHWAYGO_SPROUTING_OF_INJURED_AXONGO_RESPONSE_TO_WOUNDINGGO_POSITIVE_REGULATION_OF_ARACHIDONIC_ACID_SECRETIONGO_POSITIVE_REGULATION_OF_PROTEIN_LOCALIZATION_TO_CENTROSOMEGO_SPINDLE_ASSEMBLYGO_SPINDLE_ORGANIZATIONGO_MICROTUBULE_NUCLEATION_BY_INTERPHASE_MICROTUBULE_ORGANIZING_CENTERGO_CYTOSKELETON_ORGANIZATIONGO_CELL_CYCLE_PROCESSGO_ENDOTHELIN_RECEPTOR_SIGNALING_PATHWAYGO_MONOACYLGLYCEROL_BIOSYNTHETIC_PROCESSGO_REGULATION_OF_INOSITOL_TRISPHOSPHATE_BIOSYNTHETIC_PROCESSGO_B_CELL_DIFFERENTIATIONGO_ACYLGLYCEROL_ACYL_CHAIN_REMODELINGGO_MAST_CELL_PROLIFERATIONGO_NEGATIVE_REGULATION_OF_MAST_CELL_ACTIVATION_INVOLVED_IN_IMMUNE_RESPONSEGO_NEGATIVE_REGULATION_OF_MAST_CELL_ACTIVATIONGO_NUCLEOSIDE_TRIPHOSPHATE_CATABOLIC_PROCESSGO_FUSION_OF_SPERM_TO_EGG_PLASMA_MEMBRANE_INVOLVED_IN_SINGLE_FERTILIZATIONGO_PLASMA_MEMBRANE_FUSIONGO_REGULATION_OF_MAST_CELL_ACTIVATION_INVOLVED_IN_IMMUNE_RESPONSEGO_ANDROGEN_RECEPTOR_SIGNALING_PATHWAYGO_REGULATION_OF_MAST_CELL_ACTIVATIONGO_PYRIMIDINE_NUCLEOTIDE_METABOLIC_PROCESSGO_NEGATIVE_REGULATION_OF_PROTEIN_SUMOYLATIONGO_REGULATION_OF_PROTEIN_SUMOYLATIONGO_REGULATION_OF_PROTEIN_MODIFICATION_BY_SMALL_PROTEIN_CONJUGATION_OR_REMOVALGO_PROTEIN_SUMOYLATIONGO_MRNA_PSEUDOURIDINE_SYNTHESISGO_TRNA_PSEUDOURIDINE_SYNTHESISGO_VITAMIN_B6_METABOLIC_PROCESSGO_NEGATIVE_REGULATION_OF_PROTEIN_MODIFICATION_BY_SMALL_PROTEIN_CONJUGATION_OR_REMOVALGO_NEGATIVE_REGULATION_OF_BIOSYNTHETIC_PROCESSGO_NEGATIVE_REGULATION_OF_TRANSCRIPTION_BY_RNA_POLYMERASE_IGO_POSITIVE_REGULATION_OF_PROTEIN_TARGETING_TO_MEMBRANEGO_REGULATION_OF_PROTEIN_TARGETING_TO_MEMBRANEGO_CELLULAR_RESPONSE_TO_RADIATIONGO_NEGATIVE_REGULATION_OF_B_CELL_DIFFERENTIATIONGO_NEGATIVE_REGULATION_OF_TRIGLYCERIDE_CATABOLIC_PROCESSGO_REGULATION_OF_GROWTH_HORMONE_RECEPTOR_SIGNALING_PATHWAYGO_POSITIVE_REGULATION_OF_LIPASE_ACTIVITYGO_REGULATION_OF_PROTEIN_TARGETINGGO_N_TERMINAL_PROTEIN_LIPIDATIONGO_NEGATIVE_REGULATION_OF_CYCLIC_NUCLEOTIDE_PHOSPHODIESTERASE_ACTIVITYGO_FOLIC_ACID_TRANSPORTGO_VASCULAR_ASSOCIATED_SMOOTH_MUSCLE_CELL_DEVELOPMENTGO_NEGATIVE_REGULATION_OF_VASCULAR_PERMEABILITYGO_VITAMIN_TRANSMEMBRANE_TRANSPORTGO_LYMPH_VESSEL_MORPHOGENESISGO_VASCULOGENESISGO_REGULATION_OF_PHOSPHOLIPID_METABOLIC_PROCESSGO_LYMPH_VESSEL_DEVELOPMENTGO_MODIFIED_AMINO_ACID_TRANSPORTGO_ACTIVATION_OF_GTPASE_ACTIVITYGO_NUCLEOSIDE_PHOSPHATE_CATABOLIC_PROCESSGO_POSITIVE_REGULATION_OF_MAINTENANCE_OF_SISTER_CHROMATID_COHESIONGO_SPINAL_CORD_OLIGODENDROCYTE_CELL_DIFFERENTIATIONGO_CALCIUM_ION_IMPORT_INTO_SARCOPLASMIC_RETICULUMGO_POSITIVE_REGULATION_OF_CYTOPLASMIC_MRNA_PROCESSING_BODY_ASSEMBLYGO_VOLUNTARY_SKELETAL_MUSCLE_CONTRACTIONGO_POSITIVE_REGULATION_OF_GAMMA_DELTA_T_CELL_DIFFERENTIATIONGO_PYRIDINE_CONTAINING_COMPOUND_CATABOLIC_PROCESSGO_REGULATION_OF_MAINTENANCE_OF_SISTER_CHROMATID_COHESIONGO_NUCLEOBASE_CONTAINING_SMALL_MOLECULE_BIOSYNTHETIC_PROCESSGO_NEGATIVE_REGULATION_OF_SMOOTH_MUSCLE_CELL_CHEMOTAXISGO_PARALLEL_ACTIN_FILAMENT_BUNDLE_ASSEMBLYGO_REGULATION_OF_SMOOTH_MUSCLE_CELL_CHEMOTAXISGO_SMOOTH_MUSCLE_CELL_CHEMOTAXISGO_REGULATION_OF_MONOCYTE_CHEMOTAXISGO_NEGATIVE_REGULATION_OF_SMOOTH_MUSCLE_CELL_MIGRATIONGO_NEGATIVE_REGULATION_OF_LEUKOCYTE_MIGRATIONGO_REGULATION_OF_MONONUCLEAR_CELL_MIGRATIONGO_REGULATION_OF_LYMPHOCYTE_MIGRATIONGO_ANDROGEN_CATABOLIC_PROCESSGO_DE_NOVO_CENTRIOLE_ASSEMBLYGO_REGULATION_OF_VERY_LOW_DENSITY_LIPOPROTEIN_PARTICLE_CLEARANCEGO_NUCLEAR_NCRNA_SURVEILLANCEGO_NEGATIVE_REGULATION_OF_LIPOPROTEIN_LIPASE_ACTIVITYGO_REGULATION_OF_PHOSPHOLIPID_CATABOLIC_PROCESSGO_MULTI_CILIATED_EPITHELIAL_CELL_DIFFERENTIATIONGO_POLYADENYLATION_DEPENDENT_RNA_CATABOLIC_PROCESSGO_REGULATION_OF_PHOSPHATIDYLCHOLINE_METABOLIC_PROCESSGO_U4_SNRNA_3_END_PROCESSINGGO_POSITIVE_REGULATION_OF_CHOLESTEROL_ESTERIFICATIONGO_POSITIVE_REGULATION_OF_DNA_RECOMBINATIONGO_PROSTANOID_METABOLIC_PROCESSGO_PRESYNAPTIC_ENDOCYTOSISGO_CELLULAR_RESPONSE_TO_INSULIN_STIMULUSGO_SYNAPTIC_VESICLE_RECYCLINGGO_CHROMOSOME_LOCALIZATIONGO_POSITIVE_REGULATION_OF_MEIOSIS_IGO_REGULATION_OF_MICROTUBULE_POLYMERIZATION_OR_DEPOLYMERIZATIONGO_CHIASMA_ASSEMBLYGO_ATRIAL_SEPTUM_PRIMUM_MORPHOGENESISGO_POSITIVE_REGULATION_OF_ISOTYPE_SWITCHING_TO_IGA_ISOTYPESGO_PRIMARY_AMINO_COMPOUND_BIOSYNTHETIC_PROCESSGO_PUTRESCINE_BIOSYNTHETIC_PROCESSGO_REGULATION_OF_POLYAMINE_TRANSMEMBRANE_TRANSPORTGO_SEPTUM_PRIMUM_DEVELOPMENTGO_ISOTYPE_SWITCHING_TO_IGA_ISOTYPESGO_POLYAMINE_TRANSPORTGO_PROTEIN_GERANYLGERANYLATIONGO_PUTRESCINE_METABOLIC_PROCESSGO_POSITIVE_REGULATION_OF_ERBB_SIGNALING_PATHWAYGO_NEGATIVE_REGULATION_OF_CELL_PROJECTION_ORGANIZATIONGO_AUDITORY_RECEPTOR_CELL_FATE_COMMITMENTGO_TRIGEMINAL_NERVE_MORPHOGENESISGO_ARTERIAL_ENDOTHELIAL_CELL_DIFFERENTIATIONGO_BRANCHIOMOTOR_NEURON_AXON_GUIDANCEGO_ENDOCARDIUM_MORPHOGENESISGO_NEGATIVE_REGULATION_OF_CYSTEINE_TYPE_ENDOPEPTIDASE_ACTIVITY_INVOLVED_IN_APOPTOTIC_SIGNALING_PATHWAYGO_POSITIVE_REGULATION_OF_CELL_PROLIFERATION_INVOLVED_IN_HEART_MORPHOGENESISGO_POSITIVE_REGULATION_OF_TRANSCRIPTION_FROM_RNA_POLYMERASE_II_PROMOTER_IN_RESPONSE_TO_HYPOXIAGO_TRNA_WOBBLE_URIDINE_MODIFICATIONGO_TRNA_MODIFICATIONGO_TRNA_WOBBLE_BASE_MODIFICATIONGO_TRNA_PROCESSINGGO_TRNA_METHYLATIONGO_RNA_MODIFICATIONGO_TRNA_METABOLIC_PROCESSGO_DOPAMINERGIC_NEURON_AXON_GUIDANCEGO_RNA_METHYLATIONGO_TRANSCRIPTION_ELONGATION_FROM_RNA_POLYMERASE_II_PROMOTERGO_POSITIVE_REGULATION_OF_PROTEIN_POLYMERIZATIONGO_MUSCLE_FIBER_DEVELOPMENTGO_REGULATION_OF_PROTEIN_POLYMERIZATIONGO_ASCENDING_AORTA_DEVELOPMENTGO_PEPTIDYL_LYSINE_OXIDATIONGO_PROTEIN_INSERTION_INTO_MITOCHONDRIAL_OUTER_MEMBRANEGO_REGULATION_OF_LYMPHANGIOGENESISGO_RIBONUCLEOPROTEIN_COMPLEX_SUBUNIT_ORGANIZATIONGO_REGULATION_OF_MEGAKARYOCYTE_DIFFERENTIATIONGO_MICROTUBULE_ANCHORINGGO_REGULATION_OF_VASCULAR_PERMEABILITYGO_NEGATIVE_REGULATION_OF_NEURON_PROJECTION_DEVELOPMENTGO_NEGATIVE_REGULATION_OF_SUPRAMOLECULAR_FIBER_ORGANIZATIONGO_NEURON_MIGRATIONGO_POSITIVE_REGULATION_OF_CELL_MATRIX_ADHESIONGO_NON_MOTILE_CILIUM_ASSEMBLYGO_REGULATION_OF_AXONOGENESISGO_NEGATIVE_REGULATION_OF_INTERLEUKIN_1_ALPHA_PRODUCTIONGO_NEGATIVE_REGULATION_OF_SYNAPTIC_PLASTICITYGO_DEOXYRIBONUCLEOSIDE_DIPHOSPHATE_METABOLIC_PROCESSGO_DEOXYRIBONUCLEOSIDE_TRIPHOSPHATE_BIOSYNTHETIC_PROCESSGO_POSITIVE_REGULATION_OF_I_KAPPAB_PHOSPHORYLATIONGO_PRESYNAPTIC_DENSE_CORE_VESICLE_EXOCYTOSISGO_MICROGLIAL_CELL_PROLIFERATIONGO_POSITIVE_REGULATION_OF_INHIBITORY_POSTSYNAPTIC_POTENTIALGO_POSITIVE_REGULATION_OF_TRANSFORMING_GROWTH_FACTOR_BETA1_PRODUCTIONGO_ASPARTATE_FAMILY_AMINO_ACID_METABOLIC_PROCESSGO_ACTIN_MODIFICATIONGO_LATE_NUCLEOPHAGYGO_TRNA_THIO_MODIFICATIONGO_SULFUR_COMPOUND_METABOLIC_PROCESSGO_EXOCYST_LOCALIZATIONGO_L_ASCORBIC_ACID_METABOLIC_PROCESSGO_PROTEIN_LOCALIZATION_TO_PHAGOPHORE_ASSEMBLY_SITEGO_LYSINE_METABOLIC_PROCESSGO_AUTOPHAGY_OF_NUCLEUSGO_EXTRACELLULAR_MATRIX_CELL_SIGNALINGGO_POSITIVE_REGULATION_OF_THYMOCYTE_APOPTOTIC_PROCESSGO_REGULATION_OF_TRANSCRIPTION_BY_GLUCOSEGO_ASYMMETRIC_NEUROBLAST_DIVISIONGO_REGULATION_OF_PRESYNAPTIC_MEMBRANE_POTENTIALGO_LUTEOLYSISGO_MITOTIC_SPINDLE_MIDZONE_ASSEMBLYGO_NEGATIVE_REGULATION_OF_T_CELL_DIFFERENTIATION_IN_THYMUSGO_OVULATION_FROM_OVARIAN_FOLLICLEGO_REGULATION_OF_CELL_CYCLE_PROCESSGO_STRAND_INVASIONGO_REGULATION_OF_CYTOKINESISGO_PEPTIDE_CROSS_LINKING_VIA_CHONDROITIN_4_SULFATE_GLYCOSAMINOGLYCANGO_REPLICATIVE_CELL_AGINGGO_ACTIVATION_OF_CYSTEINE_TYPE_ENDOPEPTIDASE_ACTIVITY_INVOLVED_IN_APOPTOTIC_PROCESS_BY_CYTOCHROME_CGO_G_QUADRUPLEX_DNA_UNWINDINGGO_REGULATION_OF_GROWTH_RATEGO_REGULATION_OF_MITOCHONDRIAL_MRNA_STABILITYGO_REGULATION_OF_ACYL_COA_BIOSYNTHETIC_PROCESSGO_AMINO_ACID_TRANSMEMBRANE_TRANSPORTGO_PRE_B_CELL_DIFFERENTIATIONGO_PROTEIN_IMPORT_INTO_PEROXISOME_MEMBRANEGO_RETINAL_BLOOD_VESSEL_MORPHOGENESISGO_TAURINE_TRANSPORTGO_ORNITHINE_TRANSPORTGO_POSITIVE_REGULATION_OF_NEURON_PROJECTION_ARBORIZATIONGO_PROTEIN_HEXAMERIZATIONGO_ASPARTATE_TRANSMEMBRANE_TRANSPORT
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KEGG_PATHOGENIC_ESCHERICHIA_COLI_INFECTION
KEGG_LEUKOCYTE_TRANSENDOTHELIAL_MIGRATION
KEGG_MISMATCH_REPAIR
KEGG_JAK_STAT_SIGNALING_PATHWAY
KEGG_CITRATE_CYCLE_TCA_CYCLE
KEGG_SPHINGOLIPID_METABOLISM
KEGG_NOTCH_SIGNALING_PATHWAY
KEGG_REGULATION_OF_ACTIN_CYTOSKELETON
KEGG_VIBRIO_CHOLERAE_INFECTION
KEGG_COLORECTAL_CANCER
KEGG_COMPLEMENT_AND_COAGULATION_CASCADES
KEGG_LEISHMANIA_INFECTION
KEGG_ANTIGEN_PROCESSING_AND_PRESENTATION
KEGG_SYSTEMIC_LUPUS_ERYTHEMATOSUS
KEGG_ABC_TRANSPORTERS
KEGG_ACUTE_MYELOID_LEUKEMIA
KEGG_ADHERENS_JUNCTION
KEGG_ADIPOCYTOKINE_SIGNALING_PATHWAY
KEGG_ALANINE_ASPARTATE_AND_GLUTAMATE_METABOLISM
KEGG_ALDOSTERONE_REGULATED_SODIUM_REABSORPTION
KEGG_PENTOSE_PHOSPHATE_PATHWAY
KEGG_ENDOCYTOSIS
KEGG_FRUCTOSE_AND_MANNOSE_METABOLISM
KEGG_PORPHYRIN_AND_CHLOROPHYLL_METABOLISM
KEGG_INOSITOL_PHOSPHATE_METABOLISM
KEGG_GLYCOLYSIS_GLUCONEOGENESIS
KEGG_TGF_BETA_SIGNALING_PATHWAY
KEGG_LYSOSOME
KEGG_CELL_ADHESION_MOLECULES_CAMS
KEGG_ALPHA_LINOLENIC_ACID_METABOLISM
KEGG_LINOLEIC_ACID_METABOLISM
KEGG_ETHER_LIPID_METABOLISM
KEGG_ARACHIDONIC_ACID_METABOLISM
KEGG_LONG_TERM_DEPRESSION
KEGG_VEGF_SIGNALING_PATHWAY
KEGG_GLYCEROPHOSPHOLIPID_METABOLISM
KEGG_FC_EPSILON_RI_SIGNALING_PATHWAY
KEGG_FC_GAMMA_R_MEDIATED_PHAGOCYTOSIS
KEGG_GNRH_SIGNALING_PATHWAY
KEGG_NON_HOMOLOGOUS_END_JOINING
KEGG_PROTEASOME
KEGG_GLYCEROLIPID_METABOLISM
KEGG_RETINOL_METABOLISM
KEGG_AXON_GUIDANCE
KEGG_NATURAL_KILLER_CELL_MEDIATED_CYTOTOXICITY
KEGG_CALCIUM_SIGNALING_PATHWAY
KEGG_CHEMOKINE_SIGNALING_PATHWAY
KEGG_PANTOTHENATE_AND_COA_BIOSYNTHESIS
KEGG_RIBOFLAVIN_METABOLISM
KEGG_NICOTINATE_AND_NICOTINAMIDE_METABOLISM
KEGG_STARCH_AND_SUCROSE_METABOLISM
KEGG_PURINE_METABOLISM
KEGG_NEUROACTIVE_LIGAND_RECEPTOR_INTERACTION
KEGG_PEROXISOME
KEGG_ALLOGRAFT_REJECTION
KEGG_ALZHEIMERS_DISEASE
KEGG_RENAL_CELL_CARCINOMA
KEGG_THYROID_CANCER
KEGG_BLADDER_CANCER
KEGG_NUCLEOTIDE_EXCISION_REPAIR
KEGG_ENDOMETRIAL_CANCER
KEGG_NON_SMALL_CELL_LUNG_CANCER
KEGG_GLIOMA
KEGG_PPAR_SIGNALING_PATHWAY
KEGG_PATHWAYS_IN_CANCER
KEGG_GLYCOSAMINOGLYCAN_DEGRADATION
KEGG_PENTOSE_AND_GLUCURONATE_INTERCONVERSIONS
KEGG_ASTHMA
KEGG_BASAL_TRANSCRIPTION_FACTORS
KEGG_RNA_POLYMERASE
KEGG_CYTOSOLIC_DNA_SENSING_PATHWAY
KEGG_RNA_DEGRADATION
KEGG_PYRIMIDINE_METABOLISM
KEGG_SPLICEOSOME
KEGG_MAPK_SIGNALING_PATHWAY
KEGG_FOCAL_ADHESION
KEGG_ECM_RECEPTOR_INTERACTION
KEGG_LONG_TERM_POTENTIATION
KEGG_ARRHYTHMOGENIC_RIGHT_VENTRICULAR_CARDIOMYOPATHY_ARVC
KEGG_HYPERTROPHIC_CARDIOMYOPATHY_HCM
KEGG_DILATED_CARDIOMYOPATHY
KEGG_TOLL_LIKE_RECEPTOR_SIGNALING_PATHWAY
KEGG_VASCULAR_SMOOTH_MUSCLE_CONTRACTION
KEGG_GLYCOSAMINOGLYCAN_BIOSYNTHESIS_CHONDROITIN_SULFATE
KEGG_GLYCOSYLPHOSPHATIDYLINOSITOL_GPI_ANCHOR_BIOSYNTHESIS
KEGG_SELENOAMINO_ACID_METABOLISM
KEGG_HOMOLOGOUS_RECOMBINATION
KEGG_HISTIDINE_METABOLISM
KEGG_SNARE_INTERACTIONS_IN_VESICULAR_TRANSPORT
KEGG_TYROSINE_METABOLISM
KEGG_VASOPRESSIN_REGULATED_WATER_REABSORPTION
KEGG_ARGININE_AND_PROLINE_METABOLISM
KEGG_LYSINE_DEGRADATION
KEGG_CELL_CYCLE
KEGG_ERBB_SIGNALING_PATHWAY
KEGG_T_CELL_RECEPTOR_SIGNALING_PATHWAY
KEGG_PHOSPHATIDYLINOSITOL_SIGNALING_SYSTEM
KEGG_NOD_LIKE_RECEPTOR_SIGNALING_PATHWAY
KEGG_CHRONIC_MYELOID_LEUKEMIA
KEGG_PROGESTERONE_MEDIATED_OOCYTE_MATURATION
KEGG_PROSTATE_CANCER
KEGG_DRUG_METABOLISM_OTHER_ENZYMES
KEGG_CYTOKINE_CYTOKINE_RECEPTOR_INTERACTION
KEGG_PRIMARY_IMMUNODEFICIENCY
KEGG_N_GLYCAN_BIOSYNTHESIS
KEGG_LIMONENE_AND_PINENE_DEGRADATION
KEGG_PHENYLALANINE_METABOLISM
KEGG_GLYCINE_SERINE_AND_THREONINE_METABOLISM
KEGG_GLUTATHIONE_METABOLISM
KEGG_METABOLISM_OF_XENOBIOTICS_BY_CYTOCHROME_P450
KEGG_DRUG_METABOLISM_CYTOCHROME_P450
KEGG_SMALL_CELL_LUNG_CANCER
KEGG_P53_SIGNALING_PATHWAY
KEGG_AMYOTROPHIC_LATERAL_SCLEROSIS_ALS
KEGG_APOPTOSIS
KEGG_OOCYTE_MEIOSIS
KEGG_PARKINSONS_DISEASE
KEGG_UBIQUITIN_MEDIATED_PROTEOLYSIS
KEGG_WNT_SIGNALING_PATHWAY
KEGG_BASAL_CELL_CARCINOMA
KEGG_MELANOGENESIS
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